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Juvenile retinoschisis is an X-linked recessive disease caused by mutations in the XLRS1 gene. We
screened 31 new unrelated patients and families for XLRS1 mutations in addition to previously
reported mutations for 60 of our families (Retinoschisis Consortium, Hum Mol Genet 1998;7:1185–
1192). Twenty-three different mutations including 12 novel ones were identified in 28 patients.
Mutations identified in this study include 19 missense mutations, two nonsense mutations, one
intragenic deletion, four microdeletions, one insertion, and one intronic sequence substitution
that is likely to result in a splice site defect. Two novel mutations, c.38T®C (L13P) and c.667T®C
(C223R), respectively, present the first genetic evidence for the functional significance of the
putative leader peptide sequence and for the functional significance at the carboxyl terminal of the
XLRS1 protein beyond the discoidin domain. Mutations in 25 of the families were localized to
exons 4–6, emphasizing the critical functional significance of the discoidin domain of the XLRS1
protein. Hum Mutat 14:423–427, 1999. © 1999 Wiley-Liss, Inc.
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INTRODUCTION
X-linked juvenile retinoschisis (RS; MIM#
312700) [McKusick, 1994] is a recessive heredi-
tary retinal degeneration that is one of the more
common causes of juvenile macular degeneration
in males [RS Consortium, 1998; Sieving, 1998].
Carrier females are rarely affected [George et al.,
1995], although we observed three affected females
with a homozygous mutation state from apparent
consanguinity [Mendoza et al., 1999]. RS disease
in males frequently presents early in life as cystic
macular degeneration. The cystic cavities may
coalesce and cause further central vision loss later
in life. Histopathology indicates that splitting of
the retina occurs through the superficial neural
layers [Condon et al., 1986] and affects peripheral
vision. The electroretinogram (ERG) often shows
a characteristic b-wave reduction but with nor-
mal a-wave, suggesting a defect in Müller or bipo-
lar cell function [Arden et al., 1988].
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The XLRS1 gene at Xp22.2 [Pawar et al., 1996;
Van de Vosse et al., 1996; George et al., 1996;
Huopaniemi et al., 1997] has six exons that en-
code a 224 amino acid protein [Sauer et al., 1997].
Mutations in the XLRS1 gene have been identi-
fied in RS patients [Sauer et al., 1997; RS Consor-
tium, 1998; Hotta et al., 1998; Rodriguez et al.,
1998; Huopaniemi et al., 1998; Mashima et al.,
1999; Duval et al., 1999; Mendoza et al., 1999].
The gene transcript is identified specifically in the
retina [Sauer et al., 1997] and in the photorecep-
tor cells [Reid et al., 1999]. The predicted protein
sequence contains a highly conserved discoidin
domain in the carboxyl terminal region encoded
by exons 4–6 [Sauer et al., 1997; RS consortium,
1998], and a putative amino terminal signal pep-
tide is encoded by exons 1–2. Although the func-
tional role of the XLRS1 protein has not yet been
elucidated, the evolutionarily conserved discoidin
domain is implicated in cell–cell interactions in
several other proteins [Springer et al., 1984; He
and Tessier-Lavigne, 1997; Vogel et al., 1997; Soker
et al., 1998; Baumgartner et al., 1998]. More than
93 different mutations in XLRS1 have been re-
ported so far in RS families. Most are missense
mutations located in the discoidin domain, indi-
cating its functional significance. Here we describe
the analysis of the XLRS1 gene in 31 families in
whom we identified 23 different mutations, includ-
ing 12 novel mutations not previously described.
MATERIALS AND METHODS
The clinical diagnosis of RS disease was made
by ophthalmic examination that included fundos-
copy, fluorescein angiography, and ERG recordings
[Pawar et al., 1996; Sieving 1998]. Informed con-
sent was obtained from participants in conjunc-
tion with blood samples obtained for genetic
analysis. DNA was purified from lymphocytes us-
ing Puregene® DNA isolation kit (Gentra Systems,
Minneapolis, MN). No female carriers in these RS
families reported visual symptoms or visual impair-
ment. All six exons of the XLRS1 gene were PCR-
amplified using primers previously described. PCR
products were purified by agarose gel electrophore-
sis and sequenced using a Thermosequanase ra-
diolabeled terminator cycle sequencing reaction
kit (Amersham, Arlington Hts., IL), and the same
primers as in PCR amplification [Sauer et al.,
1997]. Both the coding regions and intron–exon
boundaries were read. The nature of the sequence
changes in affected individuals were analyzed us-
ing the data on 100 normal chromosomes from
unrelated individuals that we and the members of
the RS Consortium tested as controls [RS Con-
sortium, 1998]. Further, we have not observed the
mutations described here as benign polymorphisms
in about 161 more patients and unaffected family
members that we have sequenced fully or partially
(results not shown). Computational analysis of the
mutations were carried out using programs in Pro-
tean (DNASTAR, Madison, WI) GCG (Genetics
Computer Group, Madison, WI), and ExPASy Mo-
lecular Biology Server (www.expasy.ch/).
RESULTS AND DISCUSSION
DNA sequencing of the RS gene in 31 patients
and their available family members not previously
investigated [RS Consortium, 1998] identified 23
different mutations in 28 of these patients (Table
1, Fig. 1). Twelve of these mutations are novel. For
three RS patients who show a characteristic clini-
cal phenotype, no mutations were found in the six
exons and intron–exon junctions, and these fami-
lies are being analyzed further in the untranslated
and regulatory regions of the gene.
Of the 23 different XLRS1 mutations (Table 1,
Fig. 1), 14 are missense, two are nonsense, one is
an intragenic deletion involving exon 1 and ex-
tending into the putative promoter region, four are
microdeletions, one is an insertion and one is a
single base substitution in an exon–intron junc-
tion sequence that is likely to result in a splice site
defect. All but two mutations were in exons 4–6.
Exons 1 and 3 each had one mutation. Mutations
in exon 2 are rarely reported, and none were seen
in these families. All the mutations associated with
the disease were found only in the affected males
and the related carrier females that were available
for the study.
The 12 novel mutations included five missense
changes, four deletions, one intragenic deletion,
one insertion, and one splice site mutation. These
novel mutations increase the total number of dif-
ferent RS mutations reported worldwide to at least
105 for now. The remaining 11 mutations in these
families were among those previously reported [RS
Consortium, 1998; Sauer et al., 1997; Hotta et al.,
1998; Mashima et al., 1999], and all except for
one nonsense change c.120C→A (C40X) were lo-
calized to the discoidin domain.
Several of the novel mutations are particularly
interesting for understanding the possible func-
tional significance. Missense mutation c.38T→C
changes an amino acid residue (L13P) in the
amino terminal part of the protein predicted to be
the signal peptide encoded by exons 1–2 (amino
acids 1–23).
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This mutation is the first reported genetic indi-
cation of a functional role played by the amino
terminal part of the protein. The disease associa-
tion with this change inside the signal peptide se-
quence indicates a critical role for this secretory
motif in the biological expression of XLRS1 pro-
tein function. The substitution of a new proline
residue in this sequence is expected to disrupt the
folding of the signal peptide domain (see below).
The only mutations previously reported in this re-
gion involved the initiation codon, and since these
probably terminate translation [RS Consortium,
1998], they do not provide any information about
the possible significance of this region in the
XLRS1 protein structure and/or function.
The XLRS1 discoidin domain, which extends
from amino acids 63–219 [RS Consortium, 1998],
has been considered critical for XLRS1 function
since many missense mutations are found within
the discoidin domain and are associated with the
disease. Two of the novel missense mutations
c.426T→G (C142W) and c.489G→T (W163C)
eliminate or create a cysteine residue, respectively.
These two mutations inside the discoidin domain
are expected to severely affect the tertiary struc-
ture of the protein, as predicted for previously re-
TABLE 1. XLRS1 Gene Mutations in Patients With X-Linked Juvenile Retinoschisis
Exon/ Effect on protein/ Tested families/ Geographic Novel/
IVS Nucleotide change1 translation sporadics origin of patients reported2
1 c.1-52delExon1+promoter No expression? 1 Sweden Novel
1 c.38T→C L13P 1 USA Novel
3 c.120C→A C40X 1 Sweden Reported
4 c.194delA Frame shift 1 USA Novel
4 c.208G→A G70S 2 USA Reported
4 c.208G→C G70A 1 USA Novel
4 c.214G→C E72K 1 USA Reported
4 c.219delA Frameshift 1 USA Novel
4 c.221G→T G74V 1 USA Reported
4 c.223G→T E75X 1 USA Reported
4 c.253-255delAAC N85del 1 USA Novel
4 c.286T→C W96R 2 USA Reported
4 c.305G→A R102Q 4 2 USA, Belgium Reported
S. Africa
5 c.371-374delAGAT Frameshift 1 USA Novel
5 c.418G→A G140R 1 USA Reported
5 c.426T→G C142W 1 Saudi Arabia Novel
5 c.489G→T W163C 1 Sweden Novel
IVS5 c.522+5G→A Splice variant? 1 USA Novel
6 c.549-550ins2C Frameshift 1 USA Novel
6 c.574C→T P192S 1 Sweden Reported
6 c.598C→T R200C 1 USA Reported
6 c.599G→A R200H 1 Belgium Reported
6 c.667T→C C223R 1 USA Novel
1Mutation descriptions follows the standard  nomenclature [Antonarakis, 1998] and the XLRS1 cDNA (GenBank AF014459)
was used as a reference according to Sauer et al. [1997] and the RS Consortium, 1998.
2These and the other mutations previously reported from Kellogg Eye Center and other laboratories could be found on the
Retinoschsis DB at http//www.dmd.nl/rs/rshome.html
FIGURE 1. Mutations in XLRS1 gene. Schematic diagram of the XLRS1 gene with exons (1–6) and splice site junctions
showing the distribution of the newly identified XLRS1 mutations in 28 patients and families (see details in Table 1 and
the text).
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ported mutations involving cysteine residues [RS
Consortium, 1998].
No mutations have thus far been reported for
the five residues (amino acids 220–224) at the
carboxy terminal end that are just beyond the con-
served discoidin domain. Here we report for the
first time a novel mutation, c.667T→C, that elimi-
nates a cysteine (C223R) residue on the carboxyl
terminal side of the discoidin domain. This cys-
teine at 223 is not observed in any of the other 28
known discoidin domain-containing proteins [RS
Consortium, 1998]. By its disease association, C223
seems to play a critical role in the functional or
structural integrity of the XLRS1 protein. C223R
is the most carboxyl terminal amino acid change
that has been associated with RS pathology. It is
not yet clear whether the five residues in the ex-
treme carboxyl terminal region of the protein are
an integral part of the discoidin domain or whether
they contribute in some other fashion to XLRS1
protein interactions.
A novel in-frame deletion, c.253-255delAAC,
eliminates the amino acid residue N85 of XLRS1
in one family. The amino acid sequence alignments
made based on conserved structural motifs of 28
different discoidin domains indicate that the resi-
due corresponding to N85 of the XLRS1 protein
is preserved during evolution, although in most
cases it is a serine [Baumgartner et al., 1998; RS
Consortium, 1998]. No deletion at this position
has been observed except in coagulation factor V
discoidin domain 1 and for which there seems to
be a difference of opinion [Baumgartner et al.,
1998; RS Consortium, 1998]. Further, no missense
changes have so far been reported that alter N85
in RS families. These observations suggest that,
indeed, the residue at this position is critical for
structure/function of the protein and is consistent
with the deleterious effect of N85del in XLRS1 pro-
tein. The shortened peptide could affect the proper
protein folding, leading to an inactive product.
The novel missense mutation c.208G→C
(G70A) affects the same amino acid residue as the
c.208G→A (G70S) mutation found in two other
families in this study (Table 1). These mutations
show an interesting distribution. We previously
reported c.208G→A mutations in eight other ap-
parently unrelated RS families, all of USA origin
[RS Consortium, 1998]. However, the possibility
of a distant commonality of their origin has not
yet been ruled out. Similarly, the XLRS1 missense
mutation c.286T→C (W96R) reported here in two
USA families (Table 1) and previously in seven
other RS families [RS Consortium, 1998] of USA
origin. The only other report of c.286T→C is a
single case from Germany [Sauer et al., 1997].
The mutation c.522+5G→A is predicted to
cause a splice site defect. The estimated frequency
for G at +5 position in the consensus splice site is
0.84, as compared to 1.0 for +1G, making it a sig-
nificantly critical base in the precursor mRNA
splicing process [Padget et al., 1986; Shapiro and
Senapathy, 1987]. A splice site “consensus value”
or the score [Shapiro and Senapathy, 1987;
Krawczak et al., 1992], calculated using an on-line
splice site prediction program by neural network
(http://www-hgc.lbl.gov/projects/splice), for the
mutated splice site was 0.79, compared to 1.0 for
the normal XLRS1 splice site. A base change at
+5G in the donor splice site has been implicated
to reduce significantly the stability of the base pair-
ing of the splice site with complementary region
of U-Sn RNA [Cooper et al., 1995]. Other novel
RS-causing lesions include two single nucleotide
deletions (c.194delA and c.219delA), a 4 bp dele-
tion (c.371-374delAGAT) and a 2 bp insertion
(c.549-550ins2C). All of these either shift the
translation frame and either cause premature ter-
mination or extend the translation product by sev-
eral amino acids.
The missense mutation c.214G→A (E72K) is
the most common RS mutation known to date and
has been found in more than 40 families reported
thus far [RS Consortium, 1998], but it is present
in only a single family in this study. The c.214G→A
is in a CpG mutation hot spot, and the prevalence
of this RS mutation suggests that it may have mul-
tiple origins [RS Consortium, 1998]. In the present
study, mutations in the other reported CpG hot
spot include one c.574T→C (P192S) and four
cases of c.305G→A (R102Q). c.305G→A was
previously identified in 15 other families.
A computer analysis was used to explore pos-
sible effects of different mutations on the XLRS1
peptide secondary structure. Chou-Fasman and
Garnier-Robson algorithms were used for predict-
ing putative alpha and beta regions and regions of
turns and coils. Amphipathic and flexible regions
of the peptide were predicted using the algorithms
of Eisenberg and Karplus-Schultz. Most of the
missense mutations described above seem to in-
duce only mild to moderate deviations from the
predicted protein secondary structure, and these
changes were often confined to the region around
the mutation site. The novel mutation c.38T→C
(L13P), however, is predicted to induce more
severe changes in several of the structural param-
eters mentioned above. In contrast, the c.253-
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255delAAC (N85del) mutation that shortens the
peptide by one residue deviates little from the nor-
mal peptide in the predicted secondary structural
features and we cannot predict why this results in
disease. Characterization of additional mutations
in RS may be beneficial in establishing RS genetic
diagnostics, genotype–phenotype correlations and
in furthering the understanding of the pathophysi-
ology of this disease.
ACKNOWLEDGMENTS
This work was supported in part by grants of
NIH RO1EY 10259, P30 EY007003 (CORE),
Foundation Fighting blindness (PAS, RAL, RGW),
Hunt Valley, MD, Senior Scientific Investigator
Award (PAS, RAL) and support (RGW) from
Research to Prevent Blindness, and Midwest Eye
Banks Transplantation Center grants (KTH).
REFERENCES
Antonarakis SE and the Nomenclature Working Group. 1998.
Recommendations for a nomenclature system for human gene
mutations. Hum Mutat 11:1–3.
Arden GB, Gorin MB, Polkinghorne PJ, Jay M, Bird AC. 1988.
Detection of the carrier state of X-linked retinoschisis. Am J
Ophthalmol 105:590–595.
Baumgartner S, Hofmann K, Chiquet-Ehrismann, Bucher P. 1998.
The discoidin domain family revisited: new members from
prokaryotes and a homology-based fold prediction. Prot Sci
7:1626–1631.
Condon GP, Brownstein S, Wang N-S, Kearns JAF, Ewing CC.
1986. Congenital hereditary (juvenile X-linked) retinoschisis:
histopathologic and ultrastructural findings in three eyes. Arch
Ophthalmol 104:576–583.
Cooper DN, Krawczack M, Antonarakis SE. 1995. Nature and
mechanisms of human gene mutation. In: Scriver CR, Beaudet
AL, Sly WS, Valle D, editors. The metabolic and molecular
bases of inherited disease, vol. 1. New York: McGraw Hill. p
259–292.
Duvall P-A, Marlhens F, Griffoin J-M, Millet P, Arnaud B, Hamel
CP. 1999. X-linked retinoschisis with a novel substitutive
amino acid (P193S) in XLRS1. Hum Mutat 13:259.
George NDL, Yates JRW, Moore AT. 1995. X-linked retinoschisis.
Br J Ophthamol l79:697–702.
George NDL, Payne SJ, Bill RM, Barton DE, Moore AT, Yates
JRW. 1996. Improved genetic mapping of X-linked retinos-
chisis. J Med Genet 33:919–922.
He Z, Tessier-Lavigne M. 1997. Neuropilin is a receptor for the
axonal chemorepellent semaphorin III. Cell X:739–751.
Hotta Y, Fuijiki K, Hayakawa M, Ohta T, Fuijimaki T, Tamaki K,
Yokoyama T, Kanai A, Hirakata A, Hida T, Nishina S, Azuma
N. 1998. Japanese juvenile retinoschisis is caused by muta-
tions of the XLRS1 Gene. Hum Genet 103:142–144.
Huopaniemi L, Rantala A, Tahvanainen E, de la Chapelle A,
Alitalo T. 1997. Linkage disequilibrium and physical mapping
of X-linked retinoschisis. Am J Hum Genet 33:919–922.
Huopaniemi L, Rantala A, Forsius H, Somer M, de la Chapelle
A, Alitalo T. 1998. Three founder mutation are the predomi-
nant cause of X-linked juvenile retinoschisis in Finland. Am J
Hum Genet 63:A366.
Krawczak M, Reiss J, Cooper DN. 1992. The mutational spec-
trum of single base-pair substitutions in mRNA splice junc-
tions of human genes: causes and consequences. Hum Genet
90:41–54.
Mashima Y, Shinoda K, Ishida S, Ozawa Y, Kudoh J, Iwata T,
Oguchi Y, Shimizu N. 1999. Identification of four novel mu-
tations of the XLRS1 gene in Japanese patients with X-linked
juvenile retinoschisis. Hum Mutat: mutation in brief #234
(on line).
McKusick VA. 1994. Mendelian inheritance in man: catalog of
human genes and genetic disorders, 11th ed. Baltimore: Johns
Hopkins University Press. p 1714–1715.
Mendoza R, Hiriyanna KT, Bingham EL, Rodriguez F, Shastry
BS, Rodriguez A, Sieving PA, Tamayo ML. 1999. A Colom-
bian family with X-linked juvenile retinoschisis with three
affected females. Ophthalm Genet 20:37–43.
Padget RA, Grabowski PJ, Kinarska MM, Seiler S, Sharp PA. 1986.
Splicing messenger RNA precursors. Annu Rev Biochem
55:1119–1150.
Pawar H, Bingham EL, Hiriyanna K, Segal M, Richards JE, Siev-
ing PA. 1996. X-linked juvenile retinoschisis: localization be-
tween (DXS1195, DX418) and AFM291wf5 on a single YAC.
Hum Hered 46:329–355.
Reid SNM, Akhmedov NB, Piriev NI, Kozak CA, Danciger M,
Farber DB. 1999. The mouse X-linked retinoschisis cDNA:
expression in photoreceptors. Gene 227:257–266.
Rodriguez IR, Mazuruk K, Jaworski C, Iwata F, Moriera EF, Kai-
ser-Kupfer MI. 1998. Novel mutations in the XLRS1 gene
may be caused by early Okazaki fragment sequence replace-
ment. Invest Ophthalmol Vis Sci 39:1736–1739.
RS Consortium. 1998. Functional implications of the spectrum
of mutations found in 234 cases with X-linked juvenile
retinoschisis (XLRS). Hum Mol Genet 17:95–101.
Sauer CG, Gehrig A, Warneke-Wittstock R, Marquard A, Ewing
CC, Gibson A, Lorenz B, Jurklies B, Weber BH. 1997. Posi-
tional cloning of the gene associated with X-linked Juvenile
retinoschisis. Nat Genet 17:164–170.
Shapiro MB, Senapathy P. 1987. RNA splice junctions of differ-
ent classes of eukaryotes: sequence statistics and functional
implications in gene expression. Nucleic Acid Res 15:7155–
7174.
Sieving PA. 1999. Juvenile retinoschisis. In: Trabolusi EI, editor.
Genetic diseases of the eye. New York: Oxford University
Press. p 347–355.
Soker S, Takashima S, Miao HQ, Neufeld G, Klagsburn M. 1998.
Neuropilin is expressed by endothelial and tumor cells as an
isoform-specific receptor for vascular endothelial growth fac-
tor. Cell 92:735–745.
Springer WR, Cooper DN, Barondes SH. 1984. Discoidin I is
implicated in cell-substratum attachment and ordered cell
migration of Dictyostelium discoideum and resemble
fibronectin. Cell 39:557–564.
Van de Vosse E, Beergen AAB, Meershoek EJ, Oosterwjk JC,
Gregory S, Bakker E, Weissenbach J, Coffey AJ, Van
Ommen GJB, Den Dunnen JT. 1996. An Xp22.1-p22.2
YAC contig encompassing the disease loci for RS, KFSD,
CLS, HYP and RP 15: refined localization of RS. Eur J
Hum Genet 4:101–104.
Vogel W, Gish GD, Alves F, Pawson T. 1997. The discoidin do-
main receptor tyrosine kinases are activated by collagen. Mol
Cell 1:13–23.
